Figure S2 (related to Figure 2).
Crystal structure of ZUFSP in complex with distal ubiquitin (A) 2|Fo|-|Fc| electron density map of the asymmetric unit for the ZUFSP~Ub-Prg complex contoured at 1σ.
(B) 2|Fo|-|Fc| electron density map of the ZHA-MIU region contoured at 0.7σ. The electron density for the residues from 236 till 239 is poor and the residues in this range have been built at 50% occupancy.
(C-F) Superposition of ZUFSP with UFSP1, UFSP2, ATG4B and Staphopain. The aligned regions of these structures are depicted in blue. The structural alignment was done in coot using Secondary Structure Matching (SSM) superposition method. 
ZUFSP is evolutionary conserved.
Sequence alignment of the catalytic domain of ZUFSP from different species (human, gorilla, monkey, mouse, rat, bovine, pig, horse, fish, chicken, sea urchin, fly, frog, alligator, zebrafish, sea anemone, flatworm, yeast). The region covering the catalytic domain shows relatively higher degree of evolutionary conservation. Fully conserved residues are shaded in red. Secondary structure elements are represented by coil and arrows for alpha helix and beta sheets respectively. The catalytic residues are highlighted in red asterisks. Yellow boxes highlight residues mutated, and tested for binding ability, shown in Figure 4F . Enumeration of 53BP1 foci is shown in Figure 7F . Scale bar, 10 µm. 
